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Abstract
Background:  Gene targeting would offer a number of advantages over current transposon-based
strategies for insect transformation. These include freedom from both position effects associated
with quasi-random integration and concerns over transgene instability mediated by endogenous
transposases, independence from phylogenetic restrictions on transposon mobility and the ability
to generate gene knockouts.
Results:  We describe here our initial investigations of gene targeting in the mosquito. The target
site was a hygromycin resistance gene, stably maintained as part of an extrachromosomal array.
Using a promoter-trap strategy to enrich for targeted events, a neomycin resistance gene was
integrated into the target site. This resulted in knockout of hygromycin resistance concurrent with
the expression of high levels of neomycin resistance from the resident promoter. PCR amplification
of the targeted site generated a product that was specific to the targeted cell line and consistent
with precise integration of the neomycin resistance gene into the 5' end of the hygromycin
resistance gene. Sequencing of the PCR product and Southern analysis of cellular DNA
subsequently confirmed this molecular structure.
Conclusions:  These experiments provide the first demonstration of gene targeting in mosquito
tissue and show that mosquito cells possess the necessary machinery to bring about precise
integration of exogenous sequences through homologous recombination. Further development of
these procedures and their extension to chromosomally located targets hold much promise for the
exploitation of gene targeting in a wide range of medically and economically important insect
species.
Background
The genetic manipulation of insect genomes may herald
novel strategies for the control of insect-borne disease
and could provide the means both to limit economic
damage by crop pests and increase productivity in com-
mercially important insects. Such manipulation is now
considered routine in the fruit fly, Drosophila mela-
nogaster and is based on the exploitation of transposable
genetic elements such as P. Current attempts at the
transformation of non-drosophilid insects have also fo-
cused on this approach but phylogenetic restriction in
mobility of the P-element has necessitated a search for
alternative functional transposons [1]. As a result, there
are now four transposable elements, derived from differ-
ent eukaryotic transposable element families, that have
been successfully deployed across dipteran, lepidopteran
and coleopteran insects. First, the Mosl element, derived
from D. mauritiana and belonging to the Mariner family
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nogaster[3], D. virilis[4], Aedes aegypti[5] and Musca
domestica[6]. Secondly, the Hermes element, derived
from the house fly M. domestica and a member of the
hAT family [7], which has been used to transform D. mel-
anogaster[8], Ae. aegypti[9], Anopheles gambiae cells
[10], Tribolium castaneum[11], Stomoxys calci-
trans[12], Ceratitis capitata[13] and Culex quinquefas-
ciatus [P. W. Atkinson, personal comm.]. Thirdly, the
Minos element, derived from D. hydei and a member of
the Tc1 family [14], which has been used to transform D.
melanogaster[15], C. capitata[16] and An. stephen-
si[17]. Finally, the piggyBac element, derived from Tri-
choplusia ni and a member of the TTAA family [18,19],
which has been used to transform C. capitata[20], D.
melanogaster[21], T. castaneum[11], Bombyx mori[22],
Pectinophora gossypiella[23], Bactrocera dorsalis[24],
Anastrepha suspensa[25], M. domestica[26], Lucilia cu-
prina [M. J. Scott, personal comm.], Ae. aegypti [M. J.
Fraser, personal comm.], An. gambiae [M. Q. Benedict,
personal. comm.], An. stephensi [M. Jacobs-Lorena,
personal comm.] and An. albimanus [A. M. Handler,
personal comm.].
Apart from this focus on transposable elements, other
approaches to the transformation of non-drosophilid in-
sects include the use of viral vectors. The Sindbis Al-
phavirus [27] is proving to be particularly effective at
transducing genes into mosquito tissue [28] but does
have certain limitations and has not been used success-
fully to generate transgenic insects. Similarly, pantropic
retroviruses have been used to mediate stable gene
transfer and gene expression in somatic cells from a va-
riety of insect species [29–31] but have not proved effec-
tive at generating transgenic insects.
Despite these recent successes, both transposon and vi-
ral-mediated strategies are constrained to some extent
by the quasi-random nature of the integration sites. This
can give rise to insertional inactivation of essential genes
and all transgenes introduced in this way can suffer dra-
matically from position effects on expression. For exam-
ple, the transgene may not be expressed (or may be
expressed sub-optimally) if integration occurs in a tran-
scriptionally inactive region of the genome. As an alter-
native approach to insect transformation, we have been
investigating the potential of gene targeting through ho-
mologous recombination. Such a mechanism would be
independent of phylogenetic restrictions on transposon
mobility and free of concerns over transgene instability
mediated by non-specific transposases from endogenous
mobile elements. Gene targeting would facilitate the pre-
cise introduction of transgenes into predetermined chro-
mosomal sites of demonstrated transcriptional activity.
It could also be used to 'knock out' both alleles of an en-
dogenous gene in order to achieve specific phenotypic
modifications. In addition, with appropriate construc-
tion of the gene-targeting vector, it would be possible to
introduce specific mutations into a target gene and study
the resulting phenotype [32] or revert mutant to wild-
type alleles [33].
Gene targeting through homologous recombination has
been exploited in yeasts [34], mammalian cells [35–38],
protozoans [39–43], slime mould [44], plant cells [45],
intact plants such as the moss, Physcomitrella pat-
ens[46] and Arabidopsis[47], fungal pathogens [48,49]
and chicken cells [50]. Although little information is
available for insects, the investigation and optimisation
of targeting strategies has been greatly facilitated by us-
ing cultured somatic cells as a model system. Through
such approaches, the machinery of homologous recom-
bination has been demonstrated in both mosquitoes [51]
and Drosophila[52]. More recently, gene targeting has
been demonstrated in vivo in Drosophila through an el-
egant combination of transposon-mediated transforma-
tion and site-specific recombination. In these
experiments, a construct carrying part of the target gene
was integrated by means of a transposable element vec-
tor. Subsequently, a site-specific recombinase (FLP) and
a site-specific endonuclease (I-SceI) were used to gener-
ate extrachromosomal DNA molecules with a double-
strand break in the region of homology. Such molecules
would be present in every nucleus, providing an efficient
substrate for gene targeting [53].
The most significant progress in optimising experimen-
tal parameters for gene targeting has involved the use of
mouse embryonic stem cells and these studies have re-
vealed the importance of vector design [54]. In particu-
lar, factors such as overall length of homology,
isogenicity between donor and target sequences and vec-
tor topology may play an important role. Moreover, it has
been found necessary to incorporate positive selectable
markers to identify transformants as well as some mech-
anism for the enrichment of targeted integrations, which
are likely to occur at a lower frequency than random
(non-homologous) events. Such enrichment might in-
clude the use of negative selectable markers, such as the
HSV-tk gene, which is cytotoxic in the presence of nucle-
oside analogues [55]. Similarly, it may involve promoter-
trap strategies where a positive selectable marker, such
as a neomycin resistance gene, is only expressed from an
endogenous promoter in the event of targeted integra-
tion [56].
As part of our attempts to define the potential of gene
targeting in the mosquito, we describe here the success-
ful targeting of a hygromycin resistance transgene, pre-
viously transformed into the Ae. aegypti Mos20 cell line
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chromosomal tandem arrays. The targeting replacement
vector we employed carried a region of homology (the
hygromycin resistance gene and SV40 terminator) dis-
rupted by a promoterless neomycin resistance gene
(neo). In this design, the neo gene serves as a promoter-
trap for the enrichment of targeted integration since ne-
omycin resistance can only be expressed from the pro-
moter of the hygromycin resistance gene in the event of
precise homologous recombination. Targeted integra-
tion events would therefore be detectable both by effi-
cient expression of neomycin resistance and by
inactivation (knockout) of hygromycin resistance.
Results and Discussion
Stable transformation of Mos20 cells to hygromycin resist-
ance
Ae. aegypti Mos20 cells [57] were transfected with
pACT-HYG (Fig. 1A) and selected with hygromycin.
Twelve resistant colonies were established and subse-
quently maintained under intense hygromycin selection.
High molecular weight DNA from one of these clones
(AH-4) was analysed to determine the molecular basis of
the transformation event. DNA was isolated and digested
separately with BamHI, EcoRI, NcoI, and SphI. EcoRI
cleaves once within pACT-HYG whereas all the others
cut the transformation vector twice (Fig. 1A).
Following electrophoresis of the digestion products, a
Southern blot was probed with the hygromycin resist-
ance gene. The resulting autoradiograph revealed that
the probe did not hybridise to untransformed (control)
Mos20 genomic DNA (Fig. 2A; Lane C). Only high mo-
lecular weight signals (>23 Kb) were evident in undigest-
ed DNA (Fig. 2A; Lane U) indicating that the hygromycin
resistance transgenes were not simply being expressed
from free monomer plasmids within the cells. Digestion
of AH-4 DNA with BamHI gave rise to a signal of 1.1 Kb
(Fig. 2A; Lane B) whereas EcoRI digestion yielded a ma-
jor signal of 7.3 Kb (Fig. 2A; Lane E). NcoI digestion re-
sulted in signals of 6.7 Kb and 0.6 Kb (Fig. 2A; Lane N)
whereas the major signal in DNA digested with SphI ap-
peared at 3.5 Kb (Fig. 2A; Lane S). Reference to the struc-
ture of pACT-HYG (Fig. 1A) reveals that these signals
correspond to digests of the free plasmid. This situation
arises because cell lines transformed in this way fre-
quently maintain the transgenes as multicopy tandem
arrays, sometimes integrated into the chromosomes and
sometimes as episomal arrays, or minute chromosomes
[58]. It follows that Southern blots will give rise to band-
ing patterns consistent with digests of the circular trans-
formation vector. Similar banding patterns have been
observed elsewhere following the stable transformation
of mosquito cell lines [58–60], Drosophila cell lines [61–
63] and mammalian cell lines [64]. It is believed that the
tandem arrangement occurs independently of the repli-
cative capacity of the transforming DNA and is facilitated
by the use of large quantities of DNA during transfection
[64].
Subsequent investigation showed that the hygromycin
resistance phenotype was a stable component of the AH-
4 cell clone, even in the absence of selection pressure for
over six months. Fluorescence in-situ hybridisation
(FISH) did not detect hygromycin resistance transgenes
in metaphase chromosome spreads (data not shown) but
hygromycin resistance plasmids could readily be rescued
from 2 µg aliquots of high molecular weight DNA, digest-
ed with XhoI (which cuts once within pACT-HYG) and
recircularised at low DNA concentrations (10 ng/ml). In
this case, 18 ampicillin resistant colonies were rescued
from digested AH-4 DNA but none from similarly digest-
Figure 1
Structural maps of the input plasmids and predicted targeted
product (A): The target site plasmid, pACT-HYG, carries the
hygromycin B phosphotransferase gene (hph), driven by the
actin5C promoter from Drosophila (ACT) with transcription
terminated by the SV40 polyadenylation signal (SV40). The
hph fragment used as a probe for Southern analysis is indi-
cated by a solid bar and all relevant restriction sites are
shown (B, BamHI; E, EcoRI; N, NcoI; S, SphI). (B): The target-
ing vector plasmid, pH(NEO)YG, carries a copy of the hygro-
mycin B phosphotransferase gene (hph), disrupted by
insertion of a promoterless neomycin phosphotransferase
coding sequence (neo). Following precise integration into the
target site, transcription of the neo gene would be termi-
nated by the SV40 polyadenylation signal (SV40). The neo
fragment used as a probe for Southern analysis is indicated by
a solid bar and all relevant restriction sites are shown (H,
HindIII; E, EcoRI; S, SphI; N, NcoI). (C): Structural map of the
predicted targeted product with the neomycin resistance
coding sequence (neo) inserted precisely into the hygromycin
phosphotransferase target gene (hph) and expressed from
the Drosophila actin5C promoter (ACT). The locations of the
forward and reverse primers used in the PCR analysis are
indicated by arrows and all relevant restriction sites are
shown (E, EcoRI; S, SphI; N, NcoI; B, BamHI).
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ly, 3 colonies were also rescued from an aliquot of
undigested AH-4 DNA, suggesting that monomer plas-
mids are occasionally shed from the arrays. All but two of
the rescued plasmids analysed gave restriction patterns
indistinguishable from those expected of the parent vec-
tor pACT-HYG. The two aberrant plasmids (RP8 and
RP9) gave very different restriction patterns (Fig. 3A). In
the case of RP8, novel DNA sequence was identified us-
ing the plasmid-based M13 primers (Fig. 3B) and BLAST
searches indicated weak homology to filarial chitinase
and bacterial NADH oxidase genes (data not shown).
This suggests that the majority of the input plasmids re-
tained the parental structure but that a minority, either
individually or as part of arrays, had incorporated sec-
tions of bacterial or mosquito genomic DNA through re-
combinational processes.
The number of copies of pACT-HYG within the AH-4 cell
line was determined by quantitative dot blotting of high
molecular weight DNA against serial dilutions of super-
coiled plasmid (Fig. 2B). The dot blot membrane was hy-
bridised to the hygromycin resistance gene and signal
intensity inferred on a linear scale using high-resolution
phosphorimaging. Analysis of the data indicated that sig-
nal intensity from 2.5 ng AH-4 DNA was equivalent to
that from 1.2 pg pACT-HYG plasmid (Fig. 2B; lower pan-
el). This would suggest that around 0.05 % of the AH-4
DNA comprised pACT-HYG sequences. Taking the
Aedes (Mos20) genome size to be 1.5 × 109 bp [65] this
gives 7.2 × 105 bp of plasmid related sequence which, at
a plasmid size of 7300 bp, equates to a copy number of
around 100. However, because of potential rearrange-
ments, not all of these might represent functional copies.
These data, together with the functional and molecular
analyses described below, indicated that around 100
copies of pACT-HYG were maintained extrachromo-
somally within the AH-4 cell line. Our data suggest that
the majority exist as a primary tandem array that retains
the parent plasmid structure. However, the presence of
aberrant plasmid structures (Fig. 3) and the presence of
fainter background signals on Southern blots of AH-4
DNA (Fig. 2A) suggest that there may also be secondary
arrays comprising rearranged (and probably non-func-
tional) copies of the hygromycin resistance plasmid,
pACT-HYG.
Targeting the hygromycin resistance genes
The targeting vector pH(NEO)YG (Fig. 1B) was of the re-
placement type, where the region of homology is disrupt-
ed by an intervening sequence. In this case, the region of
homology was a fragment of 2.1 Kb comprising the hy-
gromycin resistance gene and SV40 termination se-
quence. The pUC 18 backbone did not form part of the
region of homology since its orientation in the targeting
vector was opposite to that of the target sequence within
the AH-4 cell line. The intervening sequence was a pro-
moterless bacterial neomycin resistance gene that, in the
event of a targeted integration event would be driven
from the actin5C promoter in the AH-4 cell line. With
two exceptions, covering just a few base pairs, the region
of homology between target and vector was isogenic.
These exceptions were a base pair modification to the 5'
Figure 2
Southern analysis of AH-4 cell line and determination of tar-
get site copy number (A): High molecular weight DNA from
the AH-4 cell line (5 µg per lane) was digested separately
with BamHI (Lane B), EcoRI (Lane E), NcoI (Lane N) or SphI
(Lane S) and fractionated on 0.75% agarose alongside undi-
gested DNA (Lane U) and untransformed (control) Mos20
DNA (Lane C). The DNA was transferred to a nitrocellulose
membrane and hybridised overnight at 42°C with the hygro-
mycin resistance gene. The membrane was washed at high
stringency (0.1 × SSC; 0.1 % SDS; 60°C) and exposed to X-
ray film against an intensifying screen for 5 hours at -70°C.
(B): The copy number of pACT-HYG target sites within the
AH-4 cell line was determined by quantitative dot-blotting.
The upper panel shows hybridisation of the hygromycin
resistance gene to serial dilutions (1000 to 0.01 pg; left hand
scale) of supercoiled pACT-HYG (Lane 1) and serial dilutions
(500 to 0.05 ng; right hand scale) of high molecular weight
DNA from AH-4 cells (Lane 2). The membrane was hybrid-
ised overnight at 42°C, washed at high stringency (0.1 × SSC;
0.1 % SDS; 60°C) and exposed to a phosphor imaging screen
for 2 hours. This was scanned on a Molecular Dynamics
Storm 860 phosphorimager with hybridisation intensity
returned as a linear scale volume report. The lower panel
shows signal intensity (average volume report) from either
1.2 pg plasmid DNA or 2.5 ng AH-4 DNA.
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EcoRI site to facilitate cloning [66] and the destruction
of the NcoI site in the hph gene within pH(NEO)YG fol-
lowing insertion of the intervening neo coding sequence.
It is known that homologous recombination efficiency is
maximised by the introduction of a double strand break
near the region of homology within the targeting vector
[67]. To this end, the targeting vector (pH(NEO)YG) was
linearized at the 5' end of the hph gene by digestion with
HindIII (Fig. 1B) and transfected into both AH-4 and
Mos20 cells. After two days of selection with G418 at a
concentration of 500 µg/ml, almost all AH-4 and Mos20
cells had died. The remaining cells were maintained in
reduced volumes of serum rich medium to facilitate low-
density growth. After 4 weeks, neo resistant colonies
were evident among those cells derived from the AH-4
cell line. In three separate transfections of Mos20 cells
(twelve 25 cm2 flasks in total) there was no evidence of
any cell survival under G418 selection. This strongly sup-
ports the hypothesis that neomycin resistance is only
likely to be expressed from the actin5C promoter in the
AH-4 cell line in the event of targeted integration.
Two neomycin resistant colonies were retrieved from
four flasks of transfected AH-4 cells but only one of them
(designated HT-1) was successfully expanded through 96
and 24 well plates into 25 cm2 flasks for more detailed
functional and molecular analyses. Determination of the
overall efficiency of this approach in cultured cells is not
straightforward since it is dependent on primary trans-
fection efficiency and is also confounded by the loss of
successfully targeted cells at low density under selection.
In fact, most cell lines display poor viability when grown
at low cell densities. The primary transfection efficiency
for Mos20 cells was determined by introducing a con-
struct expressing the enhanced green fluorescent protein
reporter gene from the Drosophila actin5C promoter.
Cells were examined under a Zeiss Axioplan fluorescence
microscope using a standard FITC filter set 48 hours
post-transfection. The primary transfection efficiency
determined in this way was 7.6 ± 3.3 × 10-3 and given that
approximately 1 × 107 cells were transfected this would
suggest a targeting efficiency of around 1.25 × 10-5. This,
however, is likely to be a considerable underestimate be-
cause of the loss of targeted cells at very low densities un-
der selection. Such problems may be partly alleviated by
strategies that incorporate feeder cells if these can be de-
veloped for mosquitoes.
Functional and molecular analysis of the targeted cell 
clone HT-1
Analysis of the gene targeted cell clone HT-1 showed that
all hygromycin resistance had been lost. Whereas AH-4
cells were resistant to hygromycin at concentrations up
to 300 µg/ml, targeted HT-1 cells were killed at hygro-
mycin concentrations of 25 µg/ml, the same as that re-
quired to kill control Mos20 cells. At the same time, HT-
1 cells had acquired high levels of G418 resistance, with
cells growing well at a concentration of 1.5 mg/ml where-
as control cells were killed at 50 µg/ml. Furthermore, the
newly acquired neomycin resistance was stable even
when the HT-1 cells were maintained for over 6 months
in the absence of selection pressure.
PCR analysis and sequencing were used to confirm the
targeted integration of the neo coding sequence into the
hygromycin resistance target site within the HT-1 cell
line (Fig. 4). The PCR design incorporated a forward
primer located at the 3' end of the actin5C promoter and
a reverse primer located at the 5' end of the neo coding
sequence. These were used in a reaction against HT-1
cellular DNA with the targeting vector plasmid
pH(NEO)YG and AH-4 cellular DNA serving as negative
controls. As expected, no products were amplified from
either control template (Fig. 4; Lanes 1 and 2) since each
of them carried only one of the primer sites. However,
the HT-1 template gave rise to a single band of 850 bp
corresponding to the size expected from a targeted inser-
Figure 3
Restriction fragment and sequence analysis of parental and
rescued plasmids (A): The progenitor plasmid (pACT-HYG)
and two aberrant rescued plasmids (RP8, RP9) were digested
with the restriction enzymes indicated and the products visu-
alised by agarose gel electrophoresis. The resulting fragment
sizes from each reaction are given in Kb. (B): The rescued
plasmid RP8 was sequenced using the M13 forward and
reverse primer sites. Data shown in yellow (1–86; 629–650)
represent cloning vector sequences with the XhoI site used
to linearise the DNA prior to plasmid rescue underlined in
bold uppercase. Data shown in blue (87–628) represent
novel sequence not found in the progenitor plasmid pACT-
HYG and derived either from the host cell bacterial genome
or the Mos20 mosquito cell line genome.
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product was cloned and sequenced and the sequence
data confirmed the targeted integration of the neo gene
into the 5' end of the hph gene (data not shown).
The molecular basis of the targeted integration was in-
vestigated further by Southern analysis of cellular DNA
from the AH-4 and HT-1 cell lines. High molecular
weight DNA was digested with four restriction enzymes
(BamHI, EcoRI, NcoI and SphI) chosen for their ability
to distinguish the DNA organisation in recipient and tar-
geted cells. Digested and undigested DNA samples were
fractionated by electrophoresis and transferred to nitro-
cellulose. The membrane was sequentially probed with
the hph gene (Fig. 5A) and the neo gene (Fig. 5B) ensur-
ing that the membrane was completely stripped between
hybridisations. Two general points arose from these au-
toradiographs. First, undigested DNA gave only high
molecular weight signals with each of the probes, indi-
cating that both the target and the targeted product were
maintained as tandem arrays. Secondly, there was a clear
difference in banding pattern between AH-4 and HT-1
DNA, indicating either modification or loss of the prima-
ry AH-4 array structure following uptake of sequences
from the targeting vector. To facilitate interpretation of
the Southern blots, a map was constructed showing the
predicted structure of the gene-targeted product within
the HT-1 cell clone (Fig. 1C).
Southern analysis with the neo probe revealed no signals
from AH-4 DNA (Fig. 5B; AH-4) thus indicating an ab-
sence of neo homology in this cell line prior to the intro-
duction of the targeting vector. However, the neo probe
gave rise to banding patterns in HT-1 DNA (Fig. 5B; HT-
1) that were entirely consistent with those expected fol-
lowing digestion of the targeted product (Fig. 1C). Both
BamHI and EcoRI cut the targeted product once, giving
rise to 8.4 Kb bands (Lanes B and E). NcoI cuts the tar-
geted product twice resulting in two bands of 6.8 Kb and
1.6 Kb (Lane N) and SphI also cuts the targeted product
twice resulting in two bands of 5.65 Kb and 2.75 Kb (Lane
S). Southern analysis of AH-4 DNA with the hph probe
(Fig. 5A; AH-4) gave rise to banding patterns consistent
with digestions of circular pACT-HYG, as described pre-
viously. With two exceptions, probing HT-1 DNA with
the hph gene (Fig. 5A; HT-1) gave rise to banding pat-
terns identical to those described for the neo probe and
consistent with the proposed targeted product (Fig. 1C).
The exceptions were additional bands of around 1.8 Kb
and 1.9 Kb in the NcoI and SphI digests respectively (Fig.
5A; HT-1; Lanes N and S). Since these bands were addi-
tional to the size of the predicted targeted product and
were not detected by the neo probe, the most likely inter-
pretation is that they represent further rearrangements
outside of the primary pACT-HYG array, perhaps involv-
ing recombination with the targeting vector but not in-
corporation of the neo sequences. One possibility is that
additional re-arrangements could have resulted from the
plasmid vector backbones, which were in opposite orien-
tations in the hygromycin resistance targets and the tar-
geting vector.
Taken together, our data clearly show a knock-out of hy-
gromycin resistance in the HT-1 cell line concurrent with
Figure 4
PCR analysis of the targeted site in the HT-1 cell line The
forward primer was sited at the 3' end of the Drosophila
actin5C promoter and the reverse primer was located at the
5' end of the neomycin resistance coding sequence. Amplifi-
cation took place over 30 cycles (95°C, 30 seconds; 50°C, 30
seconds; 72°C, 1 minute) in a total volume of 50 µl contain-
ing 1 × PCR buffer, 2 mM MgCl2, 200 µM each dNTP, 0.2 µM
each primer and either 50 ng high molecular weight DNA or
1 ng plasmid DNA template. The upper panel shows an agar-
ose gel analysis of 20 µl reaction products from AH-4 cellular
DNA template (Lane 1); targeting vector plasmid
(pH(NEO)YG) template (Lane 2) and HT-1 cellular DNA
template (Lane 3). Lane M carries molecular size markers
(MBI 100 bp ladder). The lower panel shows a structural map
of the amplified region with the neomycin resistance coding
sequence (neo) inserted into the hygromycin resistance gene
(shown in red) downstream of the Drosophila actin5C pro-
moter (ACT) with transcription terminated by the SV40
polyadenylation signal (SV40). The PCR primers (arrowed)
can only amplify a product of 850 bp in the event of targeted
integration of neo into the hph gene.
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Molecular analysis revealed that both the target site and
the targeted product existed as multi-copy arrays and
confirmed the targeted integration of neo coding se-
quences into the hph gene. We estimate that there were
around 100 functional copies of the hph gene in the pri-
mary AH4 array and the anticipated frequency of homol-
ogous recombination makes it unlikely that each of these
could have been individually targeted. We therefore
speculate that there are two possible mechanisms
through which the observed modification might have
arisen. First, a single copy of pACT-HYG within the pri-
mary AH-4 array may have been correctly targeted, with
the subsequent loss of non-targeted hph genes and am-
plification of the targeted product under G418 selection.
Alternatively, a monomer copy of pACT-HYG (such as
those shed from the primary AH-4 array and detected by
plasmid rescue) may have been correctly targeted and
then amplified into an array under G418 selection, with
concomitant loss of the primary pACT-HYG array. Either
of these outcomes would have been facilitated by the in-
tense neomycin selection and absence of hygromycin se-
lection during cloning and expansion of the HT-1 cell
line.
We now hope to extend this approach, initially to target
single chromosomal genes within mosquito cells and,
eventually, to bring about targeted modifications to the
genome of intact insects. We speculate that this latter
aim might be accomplished by techniques similar to
those exploited in mouse embryonic stem (ES) cells
[68,69]. ES cells are derived from the inner cell mass of
the mouse blastocyst and remain undifferentiated under
suitable tissue culture conditions. When these in vitro
cultured cells are introduced into a blastocyst for contin-
uation of their development in utero they can yield
mouse chimeras able to transmit the ES cell genome to
their offspring. Genetic changes introduced into ES cells
in tissue culture can therefore be transferred into the
mouse germline by breeding the chimeras and screening
offspring for the ES genotype. Currently, ES cells are
routinely derived from certain strains of mice, but simi-
lar cells have also been derived from the rat [70] and the
pig [71]. In insects, there is potential to use germline pre-
cursor (pole) cells as an equivalent of the mouse ES cell
system. Drosophila pole cells removed from one embryo
can be successfully transplanted into another, where the
cells become incorporated into the germ line [72,73].
Large quantities of Drosophila pole cells can be isolated
from density gradients [74] and short-term in vitro cul-
tured D. melanogaster pole cells have normal metabo-
lism and ultrastructure and are able to give rise to
functional germ cells in vivo[75]. Thus the possibility ex-
ists that pole cells could be genetically manipulated be-
fore they are reintroduced into embryos. Recent
attempts at transfection of primary cultured pole cells
followed by reintroduction into host embryos showed
some success in the medfly [76] and it would be worth-
while to pursue similar techniques in mosquitoes.
There is also the potential to develop gene targeting in
insects directly through embryo microinjection, provid-
ed that the efficiency of homologous recombination
could be optimised to facilitate targeted modifications in
vivo. There are reports in mammals of efficient introduc-
tion of functional transgenes by homologous recombina-
tion through microinjection [77]. Moreover,
microinjection is accepted as the standard technique for
the introduction of exogenous DNA into living insects
and suitable protocols have been developed for a variety
of species. The problems of targeting efficiency for such
in vivo experiments could perhaps be addressed by com-
bining homologous recombination with recent advances
in transposon and viral-mediated transformation. Dou-
ble strand breaks induced by P element transposition in
the Drosophila genome have been used to generate high
targeting efficiencies [78–80]. The potential therefore
exists to use double strand breaks introduced by compat-
ible transposable elements in other insects to facilitate
gene targeting. It may also be possible to exploit more
widely the combined use of transposition and site-specif-
ic recombination as described by Rong and Golic [see
background; [53]]. Another novel strategy, developed re-
cently in the silkworm, B. mori, uses a modified baculo-
virus to exploit the highly efficient viral-mediated
Figure 5
Southern analysis of DNA from the AH-4 and HT-1 cell lines
High molecular weight DNA from the AH-4 and HT-1 cell
lines (5 µg per lane) was digested separately with BamHI
(Lanes B); EcoRI (Lanes E); NcoI (Lanes N) or SphI (Lanes S)
and fractionated on 0.75% agarose alongside undigested
DNA (Lanes U). The DNA was transferred to a nitrocellu-
lose membrane and hybridised sequentially with the hygro-
mycin resistance gene (A) and the neomycin resistance gene
(B). Hybridisation took place overnight at 42°C with mem-
branes washed at high stringency (0.1 × SSC; 0.1% SDS;
60°C) and exposed to X-ray film against an intensifying
screen for 5 hours at -70°C.
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ments provided an encouraging in vivo targeting effi-
ciency of around 0.16%. Whether viral-mediated gene
targeting can be more universally applied in insect trans-
genesis remains to be seen but experiments such as these
clearly support the exploration of such technology.
Further efficiency gains could perhaps be achieved by ex-
ploiting gene silencing through double-stranded RNA
interference (RNAi) to downregulate nuclear enzymes
such as PARP (poly [ADP-ribose]polymerase), which is
known to inhibit homologous recombination in higher
eukaryotes [82]. The involvement of PARP in modula-
tion of homologous recombination could explain a
number of recent findings. It has been shown that ho-
mologous recombination frequencies in Xenopus
oocytes are much higher than those in mature eggs or
embryos [83]. Interestingly, this transition stage from
oocyte to egg is also the first developmental stage when
PARP activity can be detected [84]. Thus, homologous
recombination appears to be the preferential pathway
for DNA repair in early Xenopus oocytes. If this turns out
to be generally true of germ cells then it could be argued
that gene targeting might be much more efficient if it
were directed at gametes. Whether this tissue difference
reflects PARP activity, the haploid status of the gametes
per se or some other germline specific environmental
factor is not clear. However, a similar conclusion was
reached in a recent study of gene targeting in the moss,
Physcomitrella patens, where unusually high frequen-
cies of homologous recombination were attributed to the
predominantly haploid gametophytic life-cycle [46].
Thus, gene targeting vectors directed at insect oocytes
(or perhaps more easily, sperm) may be able to generate
high frequencies of homologous recombination and tar-
geted transgene integration. In principle at least, such
gene targeted gametes (whether modified in vivo or in
vitro) could subsequently be fused to generate transgen-
ic insects. This is an intriguing prospect but one that
might require considerable preliminary work to facilitate
the isolation, modification and survival of the targeted
gametes.
Conclusions
These experiments provide the first demonstration of
precise gene targeting in mosquito tissue. The targeted
gene was a hygromycin resistance determinant, previ-
ously introduced into the Mos20 cell line and stably
maintained in the resulting AH-4 cell line as part of an
extrachromosomal tandem array. Using a promoter-trap
strategy for the enrichment of targeted events, a promot-
erless neomycin resistance gene within the targeting vec-
tor was integrated precisely into the target site to
generate the HT-1 cell line. This event resulted in both
knockout of the hygromycin resistance gene and func-
tional expression of the newly introduced neomycin re-
sistance gene from the resident actin5C promoter. These
experiments show that mosquito cells possess the neces-
sary machinery to bring about precise gene targeting me-
diated by homologous recombination. Further
development of these procedures and their extension to
chromosomally located targets hold much promise for
the exploitation of gene targeting in a wide range of med-
ically and economically important insect species.
Materials and Methods
Construction of plasmid vectors
pACT-HYG (Fig. 1A) is a pUC18 based plasmid carrying
the hygromycin B phosphotransferase (hph) gene as a
positive selectable marker expressed from the Drosophi-
la actin5C promoter. The hph gene was isolated as a 1.1
Kb BamHI fragment from the plasmid pTRA151 [66] and
ligated into the BamHI site located between the Dro-
sophila actin5C promoter and the SV40 polyadenylation
signal in pACT-SV (unpublished data). The correct ori-
entation of the hph gene was determined by restriction
mapping. pH(NEO)YG (Fig. 1B) is a gene targeting re-
placement vector, which carries the hygromycin B phos-
photransferase gene (hph) disrupted at the 5' end by
insertion of a promoterless neomycin phosphotrans-
ferase gene (neo). A 2.2 Kb BamHI-HindIII fragment
containing the hph gene and the SV40 polyadenylation
signal was isolated from pUChshyg [58] and cloned into
pUC18 to form pHYG. This was cut with NcoI at the 5'
end of the hph gene, end-filled to generate a 5' dCTP
overhang and ligated to the promoterless neo coding se-
quence (isolated as a 1.1 Kb BamHI fragment and end-
filled to leave a 5' dGTP overhang) to create pH(NEO)YG.
The correct orientation of the neo gene was confirmed by
restriction mapping and by sequencing around the
hph:neo junctions.
Cell transfection
Adherent cells were seeded at a concentration of 5 × 105/
ml into 25 cm2 flasks and grown to 75% confluence at 27
± 0.5°C in 5 ml Medium 199 supplemented with foetal
bovine serum (10%), yeastolate (1 µg/ml), lactalbumin
hydrolysate (4 µg/ml) and L-glutamine (2 mM). Trans-
fection mixtures were prepared by mixing 5 µg of plas-
mid DNA with 30 µl DOTAP (N-[l-(2,3-
dioleoyloxy)propy]-N,N,N-trimethylammonium meth-
ylsulphate) in serum free Medium 199 for 15 minutes at
room temperature. Cells were washed twice in Hanks
Buffered Saline and incubated with the transfection mix-
ture at 27 ± 0.5°C for 12 hours. Normal growth medium
was restored and the cells allowed to recover for 48 hours
at 27 ± 0.5°C before selection.
BMC Genetics (2001) 2:11 http://www.biomedcentral.com/1471-2156/2/11Generation of the hygromycin resistant clone (AH-4)
Replicate 25 cm2 flasks of Ae. aegypti Mos20 cells [57]
were each transfected with 5 µg supercoiled pACT-HYG
and selected with hygromycin at a concentration of 100
µg/ml. The majority of the cells had died by first passage
and, at this stage, the hygromycin concentration was re-
duced to 20 µg/ml to facilitate low-density survival. Sur-
viving colonies (around 30–50 per flask) became
apparent after 2–4 weeks and the hygromycin concen-
tration was increased to 50 µg/ml as the density of these
cells increased. Resistant clones were picked and ex-
panded through 96 and 24 well plates into 25 cm2 flasks.
Twelve clones were established under intense hygromy-
cin selection at a concentration of 200 µg/ml and one
such clone (AH-4) was subjected to detailed analysis.
Generation of the gene targeted clone HT-1
The targeting vector pH(NEO)YG (Fig. 1B) was linear-
ized at the 5' end of the hph gene by digestion with Hin-
dIII and 5 µg aliquots were transfected into replicate 25
cm2 flasks of AH-4 cells. Normal Mos20 cells were trans-
fected with the same construct as a negative control.
Cells were selected with G418 at a concentration of 500
µg/ml and the majority of AH-4 and Mos20 cells died
within two days. Flasks were maintained with reduced
volumes (2 ml) of serum-rich (20%) medium to facilitate
low-density survival. After two weeks, neomycin resist-
ant colonies were evident among the AH-4 cells but none
resulted from the control Mos20 cells. Surviving clones
were picked and expanded through 96 and 24 well plates
prior to establishment under G418 selection (500 µg/ml)
in standard 25 cm2 flasks.
PCR analysis
The forward primer (5'-GCATTGCGGCTGATAAG-
GTTTT-3') was located at the 3' end of the Drosophila
actin5C promoter sequence and the reverse primer (5'-
TCGGCAGGAGCAAGGTGAGAT-3') was located at the 5'
end of the neomycin resistance coding sequence. These
were used in a reaction against high molecular weight
DNA from the HT-1 cell clone with DNA from the target-
ing vector plasmid pH(NEO)YG and high molecular
weight DNA from the AH-4 cell line serving as negative
controls. Amplification took place over 30 cycles (95°C,
30 seconds; 50°C, 30 seconds; 72°C, 1 minute) in a total
volume of 50 µl containing 1 × PCR buffer, 2 mM MgCl2,
200 µM each dNTP, 0.2 µM each primer and either 50 ng
genomic DNA or 1 ng plasmid DNA template. 20 µl sam-
ples of PCR reaction product were subsequently visual-
ised by agarose gel electrophoresis. PCR products were
cloned into pGEM-T (Promega) and DNA from recom-
binant clones was purified on Qiagen columns prior to
automated sequencing.
Acknowledgements
This work was supported by the Medical Research Council.
References
1. Handler AM, Gomez SP, O'Brochta DA:  A functional analysis of
the P-element gene transfer vector in insects. Arch Insect Bio-
chem Physiol 1993, 22:373-84
2. Medhora M, Maruyama K, Hartl DL:  Molecular and functional
analysis of the mariner mutator element Mos1 in Drosophi-
la. Genetics 1991, 128:311-318
3. Lidholm DA, Lohe AR, Hartl DL: The transposable element mar-
iner mediates germline transformation in Drosophila mela-
nogaster.  Genetics 1993, 134:859-868
4. Lohe AR, Hartl DL:  Germline transformation of Drosophila vi-
rilis with the transposable element mariner.  Genetics 1996,
143:365-374
5. Coates CJ, Jasinskiene N, Miyashiro L, James AA:  Mariner transpo-
sition and transformation of the yellow fever mosquito,
Aedes aegypti. Proc Natl Acad Sci USA 1998, 95:3748-3751
6. Yoshiyama M, Honda H, Kimura K: Successful transformation of
the housefly, Musca domestica (Diptera: Muscidae) with the
transposable element mariner. Appl Entomol Zool 2000, 35:321-
335
7. Warren WD, Atkinson PW, O'Brochta DA: The Hermes trans-
posable element from the housefly, Musca domestica, is a
short inverted repeat-type element of the hobo, Ac and
Tam3 (hAT) element family. Genet Res (Camb) 1994, 64:87-97
8. O'Brochta DA, Warren WD, Saville KJ, Atkinson PW: Hermes, a
functional non-drosophilid insect gene vector from Musca
domestica. Genetics 1996, 142:907-914
9. Jasinskiene N, Coates CJ, Benedict MQ, Cornel AJ, Rafferty CS, James
AA, Collins FH: Stable transformation of the yellow fever mos-
quito, Aedes aegypti, with the Hermes element from the
housefly. Proc Natl Acad Sci USA 1998, 95:3743-3747
10. Zhao Y-G, Eggleston P:  Stable transformation of an Anopheles
gambiae cell line mediated by the Hermes mobile genetic el-
ement lnsect Biochem Mol Biol 1998, 28:213-219
11. Berghammer AJ, Klingler M, Wimmer EA:  A universal marker for
transgenic insects. Nature 1999, 402:370-371
12. Lehane MJ, Atkinson PW, O'Brochta DA: Hermes-mediated ge-
netic transformation of the stable fly, Stomoxys calicitrans.
Insect Mol Biol 2000, 9:531-538
13. Michel K, Stamenova A, Pinkerton A, Franz G, Robinson AS, Gariou-
Papalexiou A, Zacharopoulou A, O'Brochta DA, Atkinson PW:
Hermes-mediated germ-line transformation of the Mediter-
ranean fruit fly, Ceratitis capitata. Insect Mol Biol 2001155-162
14. Franz G, Savakis C: Minos, a new transposable element from
Drosophila hydei, is a member of the Tc1-like family of
transposons. Nucl Acids Res 1991, 19:6646
15. Loukeris TG, Arca B, Livadaras I, Dialektaki G, Savakis C: Introduc-
tion of the transposable element Minos into the germ line of
Drosophila melanogaster. Proc Natl Acad Sci USA 1995, 92:9485-
9489
16. Loukeris TG, Livadaras I, Arca B, Zabalou S, Savakis C: Gene trans-
fer into the medfly, Ceratitis capitata, with a Drosophila hy-
dei transposable element. Science 1995, 270:2002-2005
17. Catteruccia F, Nolan T, Loukeris TG, Blass C, Savakis C, Kafatos FC,
Crisanti A:  Stable germline transformation of the malaria
mosquito Anopheles stephensi. Nature 2000, 405:959-962
18. Fraser MJ, Smith GE, Summers MD: Acquisition of host cell DNA
sequences by baculoviruses: relationship between host DNA
insertions and FP mutants of Autographica californica and
Galleria mellonela nuclear polyhedrosis viruses. J Virol 1983,
47:287-300
19. Cary LC, Goebel M, Corsaro BG, Wang HG, Rosen E, Fraser MJ:
Transposon mutagenesis of baculovirus: analysis of Tricho-
plusia ni transposon IFP2 insertions within the FP-locus of
nuclear polyhedrosis viruses. Virology 1989, 172:156-169
20. Handler AM, McCombs SD, Fraser MJ, Saul SH: The lepidopteran
transposon vector, piggyBac, mediates germline transfor-
mation in the Mediterranean fruitfly. Proc Natl Acad Sci USA
1998, 95:7520-7525
21. Handler AM, Harrell III RA: Germline transformation of Dro-
sophila melanogaster with the piggyBac transposon vector.
Insect Mol Biol 1999, 8:449-457
BMC Genetics (2001) 2:11 http://www.biomedcentral.com/1471-2156/2/1122. Tamura T, Thibert C, Royer C, Kanda T, Abraham E, Kamba M, Ko-
moto N, Thomas JL, Mauchamp B, Chavancy G, Shirk P, Fraser M,
Prudhomme JC, Couble P, Toshiki T, Chantal T, Corinne R, Toshio
K, Eappen A, Man K, Natuo K, Jean-Luc T, Bernard M, Gerard C, Paul
S, Malcolm F, Jean-Claude P, Pierre C: Germline transformation
of the silkworm Bombyx mori L. using a piggyBac transpo-
son-derived vector. Nature Biotechnol 2000, 18:81-84
23. Peloquin JJ, Thibault ST, Miller TA:  Genetic transformation of the
pink bollworm Pectinophora gossypiella with the piggyBac
element. Insect Mol Biol 2000, 9:323-333
24. Handler AM, McCombs : the piggyBac transposon mediates
germ-line transformation in the Oriental fruit fly and closely
related elements exist in its genome. Insect Mol Biol 2000, 9:605-
612
25. Handler AM, Harrell III RA:  Transformation of the Caribbean
fruit fly, Anastrepha suspensa, with a piggyBac vector
marked with polyubiquitin-regulated GFP. Insect Biochem Mol
Biol 2001, 31:199-205
26. Hediger M, Niessen M, Wimmer EA, Dubendorfer A, Bopp D: Ge-
netic transformation of the housefly Musca domestica with
the lepidopteran derived transposon piggyBac. Insect Mol Biol
2001113-119
27. Seabaugh RC, Olsen KE, Higgs S, Carlson JO, Beaty BJ: Develop-
ment of a chimeric Sindbis virus with enhanced per Os infec-
tion of Aedes aegypti. Virology 1998, 243:99-112
28. Olsen KE: Sindbis virus expression systems in mosquitoes:
background, methods and applications. In: Insect transgenesis:
methods and applications (Edited by Handler AM, James AA) Boca Raton,
Florida, CRC Press 2000161-189
29. Matsubara T, Beeman RW, Shike H, Besansky NJ, Mukabayire O,
Higgs S, James AA, Burns JC: Pantropic retroviral vectors inte-
grate and express in cells of the malaria mosquito, Anophe-
les gambiae.  Proc Natl Acad Sci USA 1996, 93:6181-6185
30. Teysset L, Burns JC, Shike H, Sullivan BL, Bucheton A, Terzian C:  A
Moloney murine leukaemia virus-based retroviral vector
pseudotyped by the insect retroviral gypsy envelope can in-
fect Drosophila cells. J Virol 1998, 72:853-856
31. Burns JC: Pantropic retroviral vectors for insect gene trans-
fer. In: Insect transgenesis: methods and applications (Edited by Handler
AM, James AA) Boca Raton, Florida, CRC Press 2000125-137
32. Rubinstein M, Mortrud M, Liu B, Low MJ: Rat and mouse proopi-
omelanocortin gene sequences target tissue-specific expres-
sion to the pituitary gland but not to the hypothalamus of
transgenic mice. Neuroendocrinology 1993, 58:373-380
33. Shesely EG, Kim HS, Shehee WR, Papayannopoulou T, Smithies O,
Popovich BW: Correction of a human beta super(S)-globin
gene by gene targeting. Proc Natl Acad Sci USA 1991, 88:4294-4298
34. Hinnen A, Hicks JB, Fink GR: Transformation of yeast. Proc Natl
Acad Sci USA 1978, 75:1929-1933
35. Capecchi MR:  The new mouse genetics: altering the genome
by gene targeting. Trends Genet 1989, 5:70-76
36. Capecchi MR: Altering the genome by homologous recombi-
nation. Science 1989, 244:1288-1292
37. Rossant J, Nagy A: Genome engineering: the new mouse genet-
ics. Nat Med 1995, 1:592-597
38. Templeton NS, Roberts DD, Safer B: Efficient gene targeting in
mouse embryonic stem cells. Gene Ther 1997, 4:700-709
39. Cruz A, Beverley SM: Gene replacement in parasitic protozoa.
Nature 1990, 348:171-173
40. Blundell PA, Rudenko G, Borst P:  Targeting of exogenous DNA
into Trypanosoma brucei requires a high degree of homolo-
gy between donor and target DNA. Mol Biochem Parasitol 1996,
76:215-229
41. Wu Y, Kirkman LA, Wellems TE: Transformation of Plasmodi-
um falciparum malaria parasites by homologous integration
of plasmids that confer resistance to pyrimethamine. Proc
Natl Acad Sci USA 1996, 93:1130-1134
42. Papadopoulou B, Dumas C: Parameters controlling the rate of
gene targeting frequency in the protozoan parasite Leishma-
nia.  Nucl Acids Res 1997, 25:4278-4286
43. Mota MM, Thathy V, Nussenzweig RS, Nussenzweig V:  Gene tar-
geting in the rodent malaria parasite Plasmodium yoelii.  Mol
Biochem Parasitol 2001, 113(2):271-278
44. Morrison A, Marschalek R, Dingermann T, Harwood AJ: A novel,
negative selectable marker for gene disruption in Dictyostel-
ium. Gene 1997, 202:171-176
45. Puchta H, Swoboda P, Hohn B: Homologous recombination in
plants. Experientia 1994, 50:277-284
46. Schaefer DG, Zryd JP: Efficient gene targeting in the moss,
Physcomitrella patens.  Plant J 1997, 11:1195-1206
47. Kempin SA, Liljegren SJ, Block LM, Rounsley SD, Yanofsky MF, Lam E:
Targeted disruption in Arabidopsis. Nature 1997, 389:802-803
48. Isshiki A, Akimitsu K, Yamamoto M, Yamamoto H: Endopolygalac-
turonase is essential for citrus black rot caused by Alternaria
citri but not brown spot caused by Alternaria alternata. Mol
Plant Microbe Interact 2001, 6:749-757
49. Staib P, Moran GP, Sullivan DJ, Coleman DC, Morschhauser J: Iso-
genic strain construction and gene targeting in Candida dub-
liniensis.  J Bacterial 2001, 183:2859-2865
50. Winding P, Berchtold MW: The chicken B cell line DT40: a novel
tool for gene disruption experiments. J Immunol Methods 2001,
249:1-16
51. Baldridge GD, Fallen AM:  Evidence for a DNA homologous
pairing activity in nuclear extracts from mosquito cells. Insect
Biochem Mol Biol 1996, 26:667-676
52. Cherbas L, Cherbas P: "Parahomologous" gene targeting in
Drosophila cells:an efficient, homology-dependent pathway
of illegitimate recombination near a target site. Genetics 1997,
145:349-358
53. Rong YS, Golic KG: A targeted gene knockout in Drosophila.
Genetics 2001, 157:1307-312
54. Galli-Taliadoros LA, Sedgwick JD, Wood SA, Koemer H: Gene
knockout technology: a methodological overview for the in-
terested novice. J Immunol Methods 1995, 181:1-15
55. Mansour SL, Thomas KR, Capecchi MR: Disruption of the proto-
oncogene int-2 in mouse embryo-derived stem cells: a gen-
eral strategy for targeting mutations to non-selectable
genes. Nature 1988, 336:348-352
56. Hanson KD, Sedivy JM: Analysis of biological selections for high-
efficiency gene targeting. Mol Cell Biol 1995, 15:45-51
57. Varma MGR, Pudney M: The growth and serial passage of cell
lines from Aedes aegypti (L) larvae in different media. J Med
Entomol 1969, 6:432-439
58. Monroe TJ, Muhlmann-Diaz MC, Kovach MJ, Carlson JO, Bedford JS,
Beaty BJ: Stable transformation of a mosquito cell line results
in extraordinarily high copy numbers of the plasmid. Proc Natl
Acad Sci USA 1992, 89:5725-5729
59. Lycett GJ, Crampton JM: Stable transformation of mosquito cell
lines using a hsp70::neo fusion gene. Gene 1993, 136:129-136
60. Shotkoski FA, Fallon AM: An amplified mosquito dihydrofolate
reductase gene: amplicon size and chromosomal distribu-
tion. Insect Mol Biol 1993, 2:155-161
61. Bourouis M, Jarry B: Vectors containing a prokaryotic dihydro-
folate reductase gene transform Drosophila cell to meth-
otrexate-resistance. EMBO J 1983, 2:1099-1104
62. Rio DC, Rubin GM: Transformation of cultured Drosophila
melanogaster cells with a dominant selectable marker. Mol
Cell Biol 1985, 5:1833-1838
63. Vulsteke V, Janssen I, Vanden-Broeck J, De-Loof A, Huybrechts R:
Baculovirus immediate early gene promoter based expres-
sion vectors for transient and stable transformation of insect
cells. Insect Mol Biol 1993, 2:195-204
64. Pomerantz BJ, Naujokas M, Hassell JA: Homologous recombina-
tion between transfected DNA's. Mol Cell Biol 1983, 3:1680-1685
65. Warren AM, Crampton JM: The Aedes aegypti genome: com-
plexity and organisation. Genet Res (Camb) 1991, 58:225-232
66. Zheng Z, Hayashimoto A, Li Z, Murai N:  Hygromycin resistance
gene cassettes for vector construction and selection of trans-
formed rice protoplasts. Plant Physiol 1991, 97:832-835
67. Lin FL, Sperle K, Sternerg N:  Model for homologous recombina-
tion during transfer of DNA into mouse L cells: role for DNA
ends in the recombination process. Mol Cell Biol 1984, 4:1020-
1034
68. Evans MJ, Kaufman MH:  Establishment in culture of pluripoten-
tial cells from mouse embryos. Nature 1981, 292:154-156
69. Rossant J: Immortal germ cells? The derivation of permanent
pluripotent stem cell lines directly from mouse germ cells in
vitro promises to provide a new source of stem cells for ge-
netic manipulation of mammals. Curr Biol 1993, 3:47-49
70. lannaccone PM, Tabom GU, Garton RL, Caplis MD, Bremom DR:
Pluripotent embryonic stem cells from the rat are capable of
producing chimeras. Dev Biol 1994, 163:288-292
BMC Genetics (2001) 2:11 http://www.biomedcentral.com/1471-2156/2/1171. Wheeler MB: Development and validation of swine embryonic
stem cells: a review. Reprod Fertil Dev 1994, 6:563-568
72. Illmensee K, Mahowald AP: Transplantation of posterior polar
plasm in Drosophila: induction of germ cells at the anterior
pole of the egg. Proc Natl Acad Sci USA 1974, 71:1016-1020
73. Illmensee K, Mahowald AP: The autonomous function of germ-
plasm in a somatic region of the Drosophila egg. Exp Cell Res
1976, 97:127-140
74. Allis CD, Waring GL, Mahowald AP: Mass isolation of pole cells
from Drosophila melanogaster. Dev Biol 1977, 56:372-381
75. Allis CD, Underwood EM, Caulton JH, Mahowald AP: Pole cells of
Drosophila melanogaster in culture. Dev Biol 1979, 69:451-465
76. Zwiebel LJ, Kafatos FC: Lipofection mediated transfection as an
approach to germline transformation in the medfly J Cell Bio-
chem 1995, Supp 21A:229
77. Pieper FR, De-Wit ICM, Pronk ACJ, Kooiman PM, Strijker R,
Krimpenfort PJA, Nuyens JH, De-Boer HA: Efficient generation of
functional transgenes by homologous recombination in
murine zygotes. Nucl Acids Res 1992, 20:1259-1264
78. Gloor GB, Nassif NA, Johnson-Schlitz DM, Preston CR, Engels WR:
Targeted gene replacement in Drosophila via P element-in-
duced gap repair. Science 1991, 253:1110-1117
79. Keeler KJ, Dray T, Penney JE, Gloor GB: Gene targeting of a plas-
mid-borne sequence to a double-strand DNA break in Dro-
sophila melanogaster.  Mol Cell Biol 1996, 16:522-528
80. Lankenau DH, Corces VG, Engels WR: Comparison of targeted-
gene replacement frequencies in Drosophila melanogaster
at the forked and white loci. Mol Cell Biol 1996, 16:3535-3544
81. Yamao M, Katayama N, Nakazawa H, Yamakawa M, Hayashi Y, Hara
S, Kamei K, Mori H: Gene targeting in the silkworm by use of a
baculovirus. Genes Dev 1999, 13:511-516
82. Semionov A, Cournoyer D, Chow TY-K: Inhibition of poly (ADP-
ribose) polymerase stimulates extrachromosomal homolo-
gous recombination in mouse Ltk-fibroblasts. Nucl Acids Res
1999, 27:4526-4531
83. Hagmann M, Adlkofer K, Pfeiffer P, Bruggmann R, Georgiev O, Rung-
ger D, Schaffher W: Dramatic changes in the ratio of homolo-
gous recombination to non-homologous DNA-end joining in
oocytes and early embryos of Xenopus laevis. Biol Chem Hoppe-
Seyler 1996, 377:239-250
84. Aoufouchi S, Shall S:  Regulation by phosphorylation of Xeno-
pus laevis poly(ADP-ribose) polymerase enzyme activity
during oocyte maturation. Biochem J 1997, 325:543-551
Publish with BioMed Central  and  every 
scientist can read your work free of charge
"BioMedcentral will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Paul Nurse, Director-General, Imperial Cancer Research Fund
Publish with BMC and your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours - you keep the copyright
editorial@biomedcentral.com
Submit your manuscript here:
http://www.biomedcentral.com/manuscript/
BioMedcentral.com
